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amino acid: A C D E F G H I K L M N P Q R S T V W Y




1st residue [PS] 1 0 0 1 1 4 1 2 0 0 0 0 8 1 1 8 2 2 0 0
2d residue [SG] 2 0 0 1 0 7 0 1 2 2 0 3 2 0 0 8 4 0 0 0
3d residue S 0 0 0 2 0 1 1 0 1 3 1 3 2 1 0 14 3 0 0 0
4th residue T 1 0 2 0 0 4 0 0 0 6 1 1 2 2 1 5 7 0 0 0
5th residue W 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 32 0





























Figure S1. Consensus W-motif and the corresponding count matrix,  derived using MEME Suite (Bailey and Elkan, 
1994) with a set of validated W-motifs from human TNRC6A (Q8NDV7-1) and TNRC6C (Q9HCJ0-1), Drosophila 
GW182 (Q8SY33-1)  and Nematostella GW182 proteins. Sequences of validated W-motifs used as input in MEME motif 
prediction are provided below the count matrix. The numbers after W refer to the amino acid position of the 
corresponding W in the indicated TNRC6/GW182 proteins.  
